Key indicators: single-crystal X-ray study; T = 150 K; mean (C-C) = 0.007 Å; R factor = 0.037; wR factor = 0.107; data-to-parameter ratio = 6.5.
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Hydrogen-bond geometry (Å , ).
Cg1 is the centroid of the C18-C23 ring. Symmetry codes: (i) x À 1; y; z; (ii) x þ 1; y À 1; z; (iii) x; y þ 1; z À 1; (iv) x þ 1; y; z. (Dhanasekaran et al., 2005; Dhanasekaran & Polt, 2005; Egleton et al., 2005; Lowery et al., 2007; Polt et al., 2005) . The crystal structure of a dipeptide Schiff base, (I), was determined as part of our work, and is presented here. In solution such Schiff bases are normally present in equilibrium with an oxazolidine tautomer and we have previously reported the structure of a related compound which crystallized as the oxazolidine form (Wijayaratne et al., 1993) .
The molecular structure of (I) is shown in Figure 1 . The compound adopts an extended conformation and the molecular geometry is largely unexceptional. This conformation is given added stability by an intramolecular N-H···N hydrogen bond. O-H···O hydrogen bonding parallel with the a axis, as shown in Figure 2 , connects the molecules into a hydrogen bonded chain. Weak C-H···O and C-H···π interactions are found within the crystal packing, although there is no evidence of face-face aromatic stacking. 
Refinement
All H atoms were first located in a difference map. O-H and N-H were refined using an X-H distance restraint of 0.84 (1) Å. C-bound H atoms have constrained C-H distances of 0.95 Å, 0.98 Å, 0.99Å and 1.00Å for Ar-H, CH 3 , CH 2 and CH respectively. All H atoms were refined as riding with U iso (H) = 1.5 U eq (C) for methyl groups, while all others were refined with U iso (H) = 1.2 U eq (X). 1636 Friedel pairs were measured, but due to a lack of significant anomalous dispersion they were merged during final refinement cycles. The compound has been assigned the S,S configuration on the basis of the chemical synthesis.
supplementary materials sup-2 Figures   Fig. 1 . The structure of (I) with displacement ellipsoids at the 30% probability level. C-bound H atoms are omitted. 
Special details
Experimental. Data for this structure are only measured to 96% completeness. A data collection strategy which did not account for the lack of symmetry in the diffraction pattern, is the likely cause. This was not noticed with sufficient time to permit collection of further data before the crystal was lost. 
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å

Hydrogen-bond geometry (Å, °)
Cg1 is the centroid of the C18-C23 ring. 
